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The spatial location of mutations in the HA1 domain of Human Influenza A Haemagglutinin and their role in antigenic escape
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Influenza A\'s escape from human host immunity is generally associated with mutations of the viral surface glycoprotein haemagglutinin, particularly mutations in the membrane-distal HA1 domain. In this study, we examine the spatial location of HA1 mutations between successive epidemic strains and selected intermediates of H1N1 and H3N2 subtypes with reference to X-ray derived crystal structures. We demonstrate, through a computational approach, that the majority of mutations between two such strains can be found to occur in a region whose size approximately matches the typical footprint of a conformational antibody. We suggest the application of this technique as a possible predictive approach for the determination of dominant antibody locations, and apply it to refine our previous work on predictive models of antigenic escape (Lees et al, 2010).
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